Growth model
(A) The ingestion rate depends on the rate by which each flagellate is able to clear the water for bacterial cells, known as the clearance rate, Cl = • (B) Since bacterial cells are ingested one by one by interception feeding nanoflagellates, and ingestion of each bacterial cell is associated with a certain processing time [1] , a maximal ingestion rate, I max must exist. The clearance rate will therefore decrease when the ingestion rate is high and hyperbolic type relationships between Cl and c b have been observed before in different nanoflagellates [2, 3] . Such hyperbolic relationships can be described as
where Cl max and I max describe maximal clearance and ingestion rates, respectively.
The concentration of flagellate cells, c f will increase at a rate that depends on their concentration and their specific growth rate, μ = • (D) If growth is balanced, the specific growth rate is determined by the yield by which bacterial cells are converted into new flagellate cells, Y f/b multiplied by the ingestion rate
In our batch experiments, the bacterial cells were never depleted by flagellate grazing since exposure to flagellates seemed to induce a defence response in the bacteria. Since the term c b represents only the concentration of bacterial cells that are available for flagellate grazing, c b was estimated as
where c b,total and c b,end are the total concentration of bacterial cells at a given time and at the end of the flagellate growth and feeding phase, respectively.
Monod type saturation kinetics has previously been used to describe ingestion of bacteria by marine nanoflagellates and their growth [4] [5] [6] . If Eq. C is inserted into Eq. B and the right hand expression is rearranged
(G) it is seen that Eq. C is in compliance with Monod type saturation kinetics.
The half-saturation constant, K b cannot be directly observed if part of the bacterial population becomes resistant to grazing, but can be evaluated as [4] = (H) and represents the concentration of non-grazing resistant bacteria at which the flagellates attain half their maximal ingestion rate. Eq. C predicts that the clearance rate will be maximal at bacterial prey densities close to zero while Eq. G predicts maximal ingestion rate at high, saturating bacterial prey concentrations. Table B . DNA primers used in this study of the identification of the nanoflagellates Procryptobia sorokini G5, B11, and A5 (Bodonida) and Paraphysomonas imperforata A2 (Chrysophyceae) [7] , and the bacterium Pseudoalteromonas sp. B2, B3, B4 [8] .
Primer ID Primer sequence 5´3´ Isolate , respectively. Curves (A) drawn by fitting Eqs. A-F to measured concentrations of P. imperforata and Pseudoalteromonas sp. Data in S1 Dataset.
Fig C. Procryptobia sorokini and Paraphysomonas imperforata. Predicted clearance (A) and ingestion rates (B) as function of bacterial prey concentration in Paraphysomonas imperforata A2 feeding on
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